CTSGGACCCAGCAGGACACAGCAGCAGTCA^ 79 

MLAGGVS 7 

3AGGCCAGTCTGTITSCCTC^^ ATG CTG GCG GGG GGC GTG AGG 151 

5 M ? 5 PLLACWQP ILLLVLGS 27 

AGC ATG CCC AGC CCC CTC CTG GCC TGC TGG CAG CCC ATC CTC CTG CTG GTG CTG GGC TCA 211 

ViSGSATGCPPRCECSAQDR 47 

GTG CTG TCA GGC TCG GCC ACG GGC TGC CCG CCC CGC TGC GAG TGC TCC GCC CAG GAC CGC 271 

AVLCHRKRFVAV? EG I PTST 67 

GCT GTG CTG TGC CAC CGC AAG CGC TTT GTG GCA GTC CCC GAG GGC ATC CCC ACC GAG ACG 331 

RLLDLGKtfRIKTLNQDEFAS 37 

CGC CTG CTG GAC CTA GGC AAG AAC CGC ATC AAA ACG CTC AAC CAG GAC GAG TTC GCC AGC 391 

7PHLEELELNENIVSAVEPG 107 

TTC CCG CAC CTG GAG GAG CTG GAG CTC AAC GAG AAC ATC GTG AGC GCC GTG GAG CCC GGC 451 

AFNNLFNLRTLGLR3NRLKL 127 

GCC CTC AAC AAC CTC TTC AAC CTC CGG ACG CTG GGT CTC CGC AGC AAC CGC CTG AAG CTC 511 

IPLGVFTGLSNLTKLDTREN 147 

ATC CCG CTA GGC GTC TTC ACT GGC CTC AGC AAC CTG ACC AAG CTG GAC ACG AGG GAG AAC 571 

KIVI LLDYMFQDLYNLKSLE 167 

AAG ATC GTT ATC CTA CTG GAC TAC ATG TTT CAG GAC CTG TAC AAC CTC AAG TCA CTG GAG 531 

~VGDNDLVYISHRA~FSGLNSL 187 

GTT GGC GAC AAT GAC CTC GTC TAC ATC TCT CAC CGC GCC TTC AGC GGC CTC AAC AGC CTG 691 

EQLTLEKCNLTSI PTEALSH 207 

GAG CAG CTG ACT CTG GAG AAA TCC AAC CTG ACC TCC ATC CCC ACC GAG GCG CTG TCC CAC 751 

LHGL IVLRLRHLN I N A I R D Y 227 

CTG CAC GGC CTC ATC GTC CTG AGG CTC CGG CAC CTC AAC ATC AAT GCC ATC CGG GAC TAC 311 

SFKRLYRLKVLEISHWPYLD 247 

TCC TTC AAG AGG CTG TAC CGA CTC AAG GTC TTG GAG ATC TCC CAC TGG CCC TAC TTG GAC 371 

TMTPNCLYGliMI*TSLSXTHC 267 

ACC ATG ACA CCC AAC TGC CTC TAC GGC CTC AAC CTG ACG TCC CTG TCC ATC ACA CAC TGC 931 

NLTAVPYLAVRHLVYLRFLN 237 

AAT CTG ACC GCP GTG CCC TAC CTG GCC GTC CGC CAC CTA GTC TAT CTC CGC TTC CTC AAC 991 

LSYNPrSTIEGSMLHSLLRL 307 

CTC TCC TAC AAC CCC ATC AGC ACC ATT GAG GGC TCC ATG TTG CAT GAG CTG CTC CGG CTG 1051 

QEIQLVGGQLAVVEPYAFRG 327 

CAG GAG ATC CAG CTG GTG GGC GGG CAG CTG GCC GTG GTG GAG CCC TAT GCC TTC CGC GGC 1111 

LNYLRVLNVSGNQLTTLEES 347 

CTC AAC TAC CTG CGC GTG CTC AAT GTC TCT GGC AAC CAG CTG ACC ACA CTG GAG GAA TCA 1171 
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VFHSVGMLSTLILDSMPL.AC 367 

GTC TTC CAC TCG GTG GGC AAC CTG GAG ACA CTC ATC CTG GAC TCC AAC CCG CTG GCC TGC 1231 

DCRLLW7FRRRWRLNFNRQQ 387 

GAC TGT CGG CTC CTG TGG GTG TTC CGG CGC CGC TGG CGG CTC AAC TTC AAC CGG CAG CAG 1291 

P7CAT PEFVQGKEFKDFPDV 407 

CCC ACG TGC GCC ACG CGC GAG TTT GTC CAG GGC AAG GAG TTC AAG GAC TTC CCT GAT GTG 13S1 

LuPNYrTCRRARIRDRKAQQ 427 

CTA CTG CCC AAC TAG TTC ACC TGC CGC CGC GCC CGC ATC CGG GAC CGC AAG GCC CAG CAG 1411 

V FVD5GHTVQFVCRADGDPP 447 

GTG TTT GTG GAC GAG GGC CAC ACG GTG CAG TTT GTG TGC CGG GCC GAT GGC GAC CCG CCG 1471 

PAILWLSPRKHLVSAKSNGR 467 

CCC GCC ATC CTC TGG CTC TCA CCC CGA AAG CAC CTG GTC TCA GCC AAG AGC AAT GGG CGG IS31 

LTVFP DGTLEVRYAQVQDNG 487 

CTC ACA GTC TTC CCT GAT GGC ACG CTG GAG GTG CGC TAC GCC CAG GTA CAG GAC AAC GGC 1591 

TVLC IAAMAGGMOSMPASLH 507 

ACG TAC CTG TGC ATC GCG GCC AAC GCG GGC GGC AAC GAC TCC ATG CCC GCC CAC CTG CAT 1S51 

VRSYSPOWPHQPNXTFAFIS 527 

GTG CGC AGC TAC TCG CCC GAC TGG CCC CAT CAG CCC AAC AAG ACC TTC GCT TTC ATC TCC 1711 

NQPGEGEANSTRATVPFPFD 547 

AAC CAG CCG GGC GAG GGA GAG GCC AAC AGC ACC CGC GCC ACT CTG CCT TTC CCC TTC GAC 1771 

^IKTLI IATTMGFISFLGVVL 567 

ATC AAG ACC CTC ATC ATC GCC ACC ACC ATG GGC TTC ATCTTCT TTC CTG GGC GTC GIC CTC 1831 

FCLVLLFLWS RGKGMTKKNI 587 

TTC TGC CTG GTG CTG CTG TTT CTC TGG AGC CGG GGC AAG GGC AAC ACA AAG CAC AAC ATC 1391 

EIEYVPRKSDAGISSADAPR 507 

GAG ATC GAG TAT GTG CCC CGA AAG TCG GAC GCA GGC ATC AGC TCC GCC GAC GCG CCC CGC 1951 

XFNMKMI * SIS 

AAG TTC AAC ATG AAG ATG ATA TCA 1975 



TTCCCA LUlUa XT tm^^ 2133 




ICTGCTCAOCTCCAGTCC 2054 




TGGGGACCCCACCTACACAGGGGCATrGACAGAC 2212 



TGGAGTTTAAAGCCGACGAACCGACACGCGGCAGAGTCAAT 



rAACTTO 2291 



GCTTTTCAATAATTATGGATTrTrATGAAAACITGAAATAATAAAAAAAAAAAAA 



2351 
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Irjpuc file T81; Output: File TSll.pac 
Sequence length 979 

K A G S P 5 

GAATTCCGC^CGAGGCC^ ATG GCG GGG TCG CCG 72 

-LWG'.PRAGGVGLLVLLLLGIi 25 

CTG CTC TGG GGG CCG CGG GCC GGG GGC GTC GGC CTT TTG GTG CTG CTG CTG CTC GGC CTG 132 

?R???ALCARPVKEPRGLSA 45 

TTT CGG CCG CCC CCC GCG CTC TGC GCG CGG CCG CTA AAG GAG CCC CGC GGC CTA AGC GCA 132 

ASPPLASTGAPRRFRRSVPR 65 

GCG TCT CCG CCC TTG GCT GAG ACT GGC GCT CCT CGC CGC TO CGG CGG TCA GTG CCC CGA 252 

GEAAGAVQSLARALAKLLEA 85 

GGT GAG GCG GCG GGG GCG GTC CAG GAG CTG GCG CGG GCG CTG GCG CAT CTG CTG GAG GCC 312 

SRQERARAEAQEAEDQQARV 105 

GAA CGT CAG GAG CGG GCG CGG GCC GAG GCG CAG GAG GCT GAG GAT CAG CAG GCG CGC GTC 372 

LAQLLRVWGAPRNSDPALGL125 

CTG GCG CAG CTG CTG CGC GTC TGG GGC GCC CCC CGC AAC TCT GAT CCG GCT CTG GGC TTG 432 

DDDPDAPAAQLARALLRARL 145 

GAC GAC GAC CCC GAC GCG CCT GCA GCG CAG CTC GCT CGC GCT CTG CTC CGC GCC CGC CTT 492 

DPAALAAQLVPAPVPAAALR 165 

GAC CCT GCC GCC CTA GCA GCC CAG CTT GTC CCC GCG CCC GTC CCC GCC GCG GCG CTC CGA 552 

PRPPVYDDG PAGPOAEEAGD 135 

pCC CGG CCC CCG GTC TAC GAC GAC GGC CCC GCG GGC CCG GAT GCT GAG GAG GCA GGC GAC 512 

ETPDVDPELLRYLLGRILAG 205 

GAG ACA CCC GAC GTG GAC CCC GAG CTG TTG AGG TAC TTG CTG GGA CGG ATT CTT GCG GGA 672 

SADSEGVAAPRRLRRAADHD 225 

AGC GCG GAC TCC GAG GGG GTG GCA GCC CCG CGC CGC CTC CGC CGT GCC GCC GAC CAC GAT 732 

VGSELPPEGVLGALLRVKRIi 245 

CTG GGC TCT GAG CTG CCC CCT GAG GGC CTG CTG GGG GCG CTG CTG CGT GTG AAA CGC CTA 792 

ETPAPQVPARRLLPP* 261 

GAG ACC CCG GCG CCC CAG CTG CCT GCA CGC CGC CTC TTG CCA CCC TGA 840 

GCA CTOC C C Q GAT CC Xr GT GCA CCCTGGG^CCAGAA 51 * 

CTCCAGW3CAACTTACCCCGGCCAGOCAGCCT 9^9 
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Percent Siroilaricy: cy: 29,412 

T79 1 MLAGC ««iCWQPILLI«VLGSVLSGS. -ATGCPPRCECSAQDR- 47 

: .:.\. || |.:| |::.|: .:| ..:||. I I- 

D4S913 1 MARLSTGKAAC . QWLGLLITSLTSSSILTSECPQLCVCSIRPWF 44 



T79 48 AVLCHRKRFVAVPEGI PTETRLLDLGXNRIXTLNQDEFAS 87 

.| |: |:. :|:.:..:|.:| |..|.| 

D45913 45 TPQSTYREATTVDCNDLRLTRIPGNLSSDTQVLLLQSNNI 34 

• • • • • 

T79 38 FPHLEELELNENIVSAVEPGAFNNLFNI^TLG 137 

| .|::. |.:. |. ..:..|. 

D4S913 35 AKTVDELQQLFNLTELDFSQNNFTNIKEVGLANLT 119 

T79 138 NLTKI^TREKKIVILI^VMFQDLYNLKSLEVGDNDLVYI SHRAFSGLNSI* 137 

•MM- !|.| = II Mil I I • • 1 : • • I : : II 
D45913 120 QLTT1HLEENQISEMTOYCLQDLSNLQELYINHNQISTISANAFSGLKNL 169 



3*19 188 EQLTLEKCNLTSIPTEALSHliiGt-IVLRI^I^^ 237 

:5 M h. -I- I-- ..| s|.: • : :| I -h-l -|: 

fitS913 170 LRIiiLNSNKLKVIDSRWFDSTPNLEII^IGENPVIGII^MNFRPLSNLRS 219 

;ft9 238 LEISHWPYLDTMTPNCLYGLN . LTSI<SITHCNI*TAVPYLAVRHLVYI*RFL 286 

S I :. ||..:..|.| Ih Mllh • -I- II II:..:. I • I I 

1*5913 220 LVtAG . MYLTDVPGNALVGLOSLESLSFYDNKLIKVPQLALQKVPNLKFti 268 

' 287 NLSYWPISTIEGSMLHELLRLQEIQLVG.GQLAWE^Y 323 

:|. Ill .|:«s :.::|||.|:.: ♦ Ml- |:.| 

S345913 269 DLNKNPIKKIQEGDFKNMLRLKELGINNMGELVSVDRYALDNLPELTKLE 313 



CJ79 324 AFRGLNYIilVIJMVSGNQLTTLEESVFHSVGNLETLIL 360 

lQ M I : : I | : . . | . | . • : : I * • I I • : s 

f|45913 319 ATNNPKLSYIKRIJ^RSVPALESLMLNNNALNAV^ 368 

= T79 361 DSNPLACDCRLLWVFRRRWRLNFNRQQPT . CATPEFVQGKEFKDFPDVLL 409 

MIM Ml : h . . II I- -I — I Hh 

04 5913 369 HSNPLRCDC71HWINSNKTNIRFMEPLSMFCAMPPEYRGQQVK. . . EVLI 415 



T79 410 PNYFT . CRRARIRDRKAQQVFVD EGHTVQ FVCRADGD P P P AI LWLS PRKH 458 

• : . | . M :| I |: : III ::|-|.|.h.| 

D45913 416 QDS SEQCLPMI SHDTFPNHLNMDIGTTLFLDCRAMAEPEPEI YWVTP IGN 465 

• • * • • 

T79 459 LVSAKS . NGRLTVFPDGTLEVRYAQVQDNGTYLCIAANAGGNDSMPAHLH 507 

D45913 466 KITVETLSDKYKLSSEGTLEIANIQIEDSGRYTCVAQNVQGADTRVATIK 515 

T79 508 V RSYSPDWPHQ 518 

| : I 

D45913 516 VIK3TLIIX5AQVLKXYVKQTESHSILV 565 

* * • • • 

T79 519 PNKTF AFISNQPGEGEftNSTRA 540 
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¥ 'D45§13 566 P HITYTAKVPVDVHEYNL rHLQ P STDYEVCLTVSNIHQQTQKSCV53VTTK 615 

T79 541 TVPFPFDIKTLIIATTMGFI . . 3FLGVVLFCLVLLFLWSRGKGNTKHNIE 538 

|.:|::||.. ..|.:: : | : : : | : : . : : : : • I I • • I : 
D459I3 616 TAAFALDISDHETSTAIJ^VMGSMFAVISIASIAIYIAKRFKRKNYHHSL 665 

T79 589 IEYVPRKSDAGISSADAPRKFNMKMI 614 

, | ! • • • ] • •••• j • I | • • 

D45913 666 KXYMQKTS5IPLNEL. YPPLINLWEADSDKDKDGSADTKPTQVDTSRSYY 714 
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TRPZLVIKDEQKGPSVTSW 19 

CC AGG COT CCS ATC TO GTC ATC CAC GAT GAA CAG AAG GGG CCS GAA GTG AGC TCC AAT 59 

AALTLRSIFCNWQKQHNPPSD 39 

GCT GCC CTC ACT CTG CGG AAC TTT TGC AAC TGG CAG AAG CAS CAC AAC CCA CCC AGT GAC 119 

RDASHYDTAILFTRQDLCGS 59 

COG GAT GCA GAG CAC TAT GAC ACA GCA ATT CTT TTC ACC AGA CAG GAC TTG TGT GGG TCC 179 

QTCDTLGMADVGTVCDPSRS 79 

CAG ACA TGT GAT ACT CTT GGG ATG GCT GAT GIT GGA ACT GTG TGT GAT CCG AGC AGA AGC 239 

CSVIEDDGLQAAFTTAHELG 99 

TGC TCC GTC ATA GAA GAT GAT GGT TTA CAA GCT GCC TTC ACC ACA GCC CAT GAA TTA GGC 299 

HVFHMPHDDAKQCASLNGVN 119 

CAC GTG TTT AAC ATG CCA CAT GAT GAT GCA AAG CAS TGT GCC AGC CTT AAT GGT GTG AAC 359 

QDSKMMASMLSHLDKSQPWS 139 

CAS GAT TCC CAC ATG ATG GCG TCA ATG CTT TCC AAC CTG GAC CAC AGC CAG CCT TGG TCT 419 

PCSAYMITSFLDNGEGSCLM 159 

CCP TGC AGT GCC TAC ATG ATT ACA TCA TTT CTG GAT AAT GGT CAT GGG GAA TGT TTG ATG 479 

DKPQNPIQLPGDLPGTSYDA 179 

GAC AAG CCT CAG AAT CCC ATA CAG CTC CCA GGC GAT CTC CCT GGC ACC TCG TAC GAX GCC S39 

NRQCQFTFGEDSKHCPDAAS 199 

AAC CGG CAG TGC CAG TTT ACA TTT GGG GAG GAC TCC AAA CAC TGC CCT GAT GCA GCC AGC 599 

TCSTLWCTGTSGGVLVCQTK 219 

ACA TGT AGC ACC TTG TGG TGT ACC GGC ACC TCT GGT GGG GTG CTG GTG TGT CAA ACC AAA 659 

HFPWADGTSCGEGKWCINGX 239 

CAC TTC CCG TGG GCG GAT GGC ACC AGC TGT GGA GAA GGG AAA TGG TGT ATC AAC GGC AAG 719 

CVNKTDRKHFDTPFHGSWGM 259 

TGT GTG AAC AAA ACC GAC AGA AAG CAT TTT GAT ACG CCT TTT CAT GGA AGC TGG GGA ATG 779 

WGPWGDCSRTCGGGVQYTMR 279 

TGG GGG CCT TGG GGA GAC TGT TCG AGA ACG TGC GGT GGA GGA GTC CAG TAC ACG ATG AGG 839 

ECDNPVPKNGGXYCEGKRVR 299 

GAA TGT GAC AAC CCA GTC CCA AAG AAT GGA GGG AAG TAC TGT GAA GGC AAA CGA GTG CGC 899 

YRSCNLEDCPDNNGKTFREE 319 

TAC AGA TCC TGT AAC CTT GAG GAC TGT CCA GAC AAT AAT GGA AAA ACC TTT AGA GAG GAA 959 

QCEAHNEFSKASFGSGPAVS 339 

CAA TGT GAA GCA CAC AAC GAG TTT TCA AAA GCT TCC TTT GGG AGT GGG CCT GCG GTG GAA 1019 

WIPKYAGVSPKDRCKLICQA 359 

TGG ATT CCC AAG TAC GCT GGC GTC TCA CCA AAG GAC AGG TGC AAG CTC ATC TGC CAA GCC 1079 

KGIGTFFVLQ PKVVDGTPCS 379 

AAA GGC ATT GGC TAC TTC TTC GTT TTG CAG CCC AAG GTT GTA GAT GGT ACT CCA TCT AGC 1139 
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rt -VKAGCDR: 399 
? 0 S T S V C V Q G Q JV „ . . . a-y TOT GAT C3C ATC 1199 

CCA GAT TCC ACC TCT GTC TGT GTG CAA GGA CAS TGT GTA AAA GCT GGT TOT 

_ „ - G G N G S T C 419 
I 0 S K K K F D K C G V C ^ 12Sg 

ATA GAC TCC AAA AAG AAG TTT GAT AAA TGT GGT GTT TGC Guv* GG» AAT GGA 

K K I S G S V T S A K ? ^ ^ ^ arc ATC ACA ATT 1319 
AAA AAA ATA TCA GGA TCA GTT ACT AGT GCA AAA CCT GGA TAT <-a 

o ovORGSRNN 459 

? T G A T M I 2 ^ ^ Jl r cAG AGO GGA TCC AGG AAC AAT 1379 

CCA ACT GGA GCC ACC AAC ATC GAA GTG AAA CAG CGG AAC CAG AGO G«a 

G S F 1> A I K A. A D G T Jf_ -L- Jjl» jit GOT GAC TAC ACT 1439 
GGC AGC TTT CTT GCC ATC AAA GCT GCT GAT GGC ACA TAT ATT CTT AAT GOT GAV. 

V L R V S G S 499 
TT5 TCC ACC TTA GAG CAA GAC ATT ATG TAC AAA GGT GTT GTC TTG AGG TAG 

K E p L T I Q 519 
S A A L E R 1 R t JL^CCTC^AAACaGCCCTOACCATCCM 1S59 
TCT GCG GCA TTG GAA AGA ATT CGC AGC TTT AGC CCT CTC AAA gal» 

3 a ~ r K Y T Y F V K K 539 
VLTVGNALR - * - ACC "AC TTC GTA AAG AAG 1619 

GTT CTT ACT GTG GGC AAT GCC CTT CGA CCT AAA ATT AAA TAC ACC .AC T^ 

K K E S F N A I P ^^^AtGGGTCATTGAAGAGTGGGGC 1679 
AM AAG GAA TCT TTC AAT GCT ATC CCC ACT TTT TCA GCA TGG GTC a 

, KC LSK 579 

E C S K T C G K G J * * * TO ^ TGT CTG TCC CAT 1739 

GAA TGT TCT AAG ACC TGT GGG AAG GGT TAC AAA AAA AGA AGC TTG a»» 

0GGVLSH2 S C D L, ( ^^ s ^ C CT X LciTTTCATA 1799 
GAT GGA GGG GTG TTA TCT CAT GAG AGC TGT GAT CCT TTA AAB aa» 

609 

DF CTKAECS* 1829 
GAC TTT TGC ACA ATG GCA GAA TGC AGT TAA 

G^AAGIC^GTTACC^^ 1908 

A <]VCCAGCGTATCTTGCCAGTAACCAGTG ^ 

< ^ a ^^ 2066 

ATAMGC c^^ 2145 

^usr^^ 2224 

MxsiclM ^^ 2303 

<3ffroT TCAA^^ 

GTCTTTATTTGTGTAATTCATrTTGA^ 2540 

AAMGaG TGAAGCAW 2619 

vmmmaa ^^ 2698 
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AGGaTGAAAGGCCGGAA^ 2777 

TGGTGGKAGGCTOT 2356 

AG LTCl TCrc ra aGAA^^^ 2335 

A lUU^lTGGGl^ ^ 3014 

AmVIA &TGftAAAAAA ClVl ' l ' A ^ 3093 

tactj\gaaat;u\aagaac^ 3147 
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TANGO 71/ADMffS-l Comparison (90% Protein Sequence Identity) 



2S1 VQ&KSFBGSGZRI^ 

llll-ll 

1 TRPILVXHEEQ 



301 kgpevtshaaltiiotcsw^^ 

12 KGPEVTSNAALTIiOTaWKQHNPP 

351 CDTLSRI ^ l V ajPSRSCSVTOTyT^ 

lllllllltll!!IIIIIl)lllllil!l!!llllllltl!llllfll 

62 CDIXXaiRDVglVCUPSRSCSVTHT^ 
401 CASiaX^GDSH^E^^ 

l(lll!l.*lll:lllllhll!lllll!ll!lhli!ll!lllllltl 

112 CA5X2K7^DSHMMAS>rU^ 

451 PqWPIKLPSDIJtmTOCTiQDQ fcTW 

IlilUhllil! llllllll llllh lllllllHli-lillllli 
162 PQNPIQLPGDLPCJTSYBANRQCQFTFCS 



501 <^VCQTKHFEWADCTS^^ 

hill!lllliilliillllll!h-lll11II!.|il-ll'llll! 

212 C^VCtflSKFEWADGTSCG^^ 



551 VUGX ^ T<X3GG ^ 600 

ttllilMUIIllllllllllllIlllilllllllllllllhllll 

262 PWCgX ^ TC G GC^yiKHECmPVPKN C^ 311 



601 OTCTFREEQCEAHNEFS^^ 650 

!l!l!l!lll!l!!ll!ll)l|.:|*l!Mlill!IItlll1l-hl! 

312 OTKTFHEEQCEMiNEFSEASFGSGPAVEWIFK^ 361 



651 ICCTEVI£BKyVD5TFCSgDSTS^^ 700 

1!Illill![!Mli(liiIfIIl!!I[!ll!llllt!llll!l!!l! 

362 IGYFFVI^PKWDGTPCSFDSTSVCVQGQCVKAG 411 



701 CQ^STCSKMSGIVTSTRPG^ 75Q 

412 CGGHGSTCKKISGSVTSAKPC^^ 461 

751 FIAIHAADGTYIIIJGN^^ 800 

lllh!!f!IIIIIf::|IIIIIIh 1 1 1 * f ! 1 1 ! 1 1 1 1 ! 1 f ! I ! 1 1 

462 rijaxiADGTFrnxzzrr^^ 511 

• » • • * 

801 L2EPLTXC^Ua/GHAL£U#y^ 350 

ihllllilhllhllMIIIIIIIII-llllllll 

512 LKEPLTIQVLTV<3MilFKIK^^ 560 



300 

11 

350 

61 

400 

111 

450 

161 

500 

211 

550 

261 



901 WS2C $W l\J WJ » XmwU&^ ^ 950 
561 11^1^ 607 

951 S* 951 

i 

608 S* 609 
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gtgcctac atg gtc acg tec ttc eta gat aat gga cac ggg gaa tgt ttg 
Met Val Thr Ser Phe Leu Asp Asn Gly His Gly Glu Cys Leu 
15 10 

atg gac aag ccc cag aat cca ate aag etc cct tct gat ctt ccc ggt 
Met Asp Lys Pro Gin Asn Pro He Lys Leu Pro Ser Asp Leu Pro Gly 
15 20 25 30 

ace ttg tac gat gee aac cgc cag tgt cag ttt aca ttc gga gag gaa 
Thr Leu Tyr Asp Ala Asn Arg Gin Cys Gin Phe Thr Phe Gly Glu Glu 
35 40 45 

tec aag cac tgc cct gat gca gee age aca tgt act ace ctg tgg tgc 
Ser Lys His Cys Pro Asp Ala Ala Ser Thr Cys Thr Thr Leu Trp Cys 
50 55 60 

act ggc acc tec ggt ggc tta ctg gtg tgc caa aca aaa cac ttc cct 
Thr Gly Thr Ser Gly Gly Leu Leu Val Cys Gin Thr Lys His Phe Pro 
65 70 75 

tggj gca gat ggc acc age tgt gga gaa ggg aag tgg tgt gtc agt ggc 
Trp Ala Asp Gly Thr Ser Cys Gly Glu Gly Lys Trp Cys Val Ser Gly 

aap tgc gtg aac aag aca gac atg aag cat ttt get act cct gtt cat 
Ly^ cys Val Asn Lys Thr Asp Met Lys His Phe Ala Thr Pro Val His 
M 100 105 HO 

gga age tgg gga cca tgg gga ccg tgg gga gac tgc tea aga acc tgt 
Gtf s Ser Trp Gly Pro Trp Gly Pro Trp Gly Asp Cys Ser Arg Thr Cys 
y 115 120 125 

gg9 ggt gga gtt caa tac aca atg aga gaa tgt gac aac cca gtc cca 
Glp Gly Gly Val Gin Tyr Thr Met Arg Glu Cys Asp Asn Pro Val Pro 
M 13 0 13 5 140 

aag aac gga ggg aag tac tgt gaa ggc aaa cga gtc cgc tac agg tec 
Lys Asn Gly Gly Lys Tyr Cys Glu Gly Lys Arg Val Arg Tyr Arg Ser 
145 150 155 

tgt aac ate gag gac tgt cca gac aat aac gga aaa acg ttc aga gag 
Cys Asn He Glu Asp Cys Pro Asp Asn Asn Gly Lys Thr Phe Arg Glu 
160 165 170 

gag cag tgc gag gcg cac aat gag ttt tec aaa get tec ttt ggg aat 
Glu Gin Cys Glu Ala His Asn Glu Phe Ser Lys Ala Ser Phe Gly Asn 
175 180 185 190 

gag ccc act gta gag tgg aca ccc aag tac gee ggc gtc teg cca aag 
Glu Pro Thr Val Glu Trp Thr Pro Lys Tyr Ala Gly Val Ser Pro Lys 
195 200 205 
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gac agg tgc aag etc acc tgt gaa gec aaa ggc att ggc tac ttt ttc 674 
Asp Arg Cys Lys Leu Thr Cys Glu Ala Lys Gly He Gly Tyr Phe Phe 
210 215 220 



gtc tta cag ccc aag gtt gta gat ggc act ccc tgt agt cca gac tct 
Val Leu Gin Pro Lys Val Val Asp Gly Thr Pro Cys Ser Pro Asp Ser 
225 230 235 

acc tct gtc tgt gtg caa ggg cag tgt gtg aaa get ggc tgt gat cgc 
Thr Ser Val Cys Val Gin Gly Gin Cys Val Lys Ala Gly Cys Asp Arg 
240 245 250 

ate ata gac tec aaa aag aag ttt gat aag tgt ggc gtt tgt gga gga 
He He Asp Ser Lys Lys Lys Phe Asp Lys Cys Gly Val Cys Gly Gly 
255 260 265 270 

aac ggt tec aca tgc aag aag atg tea gga ata gtc act agt aca aga 
Asn Gly Ser Thr Cys Lys Lys Met Ser Gly lie Val Thr Ser Thr Arg 
275 280 285 

cli ggg tat cat gac att gtc aca att cct get gga gee acc aac att 
PrJg Gly Tyr His Asp He Val Thr He Pro Ala Gly Ala Thr Asn He 
[Q 290 295 300 

94i gtg aaa cat egg aat caa agg ggg tec aga aac aat ggc age ttt 
G10 Val Lys His Arg Asn Gin Arg Gly Ser Arg Asn Asn Gly Ser Phe 
305 310 315 

ctg get att aga gee get gat ggt acc tat att ctg aat gga aac ttc 
Leu Ala He Arg Ala Ala Asp Gly Thr Tyr He Leu Asn Gly Asn Phe 
H 320 325 330 



722 



770 



818 



866 



914 



962 



1010 



1106 



abi ctg tec aca eta gag caa gac etc acc tac aaa ggt act gtc tta 1058 
T|[f Leu Ser Thr Leu Glu Gin Asp Leu Thr Tyr Lys Gly Thr Val Leu 
3M 340 345 350 

agg tac agt ggt tec teg get gcg ctg gaa aga ate cgc age ttt agt 
Arg Tyr Ser Gly Ser Ser Ala Ala Leu Glu Arg He Arg Ser Phe Ser 
355 360 365 

cca etc aaa gaa ccc tta acc ate cag gtt ctt atg gta ggc cat get 1154 
Pro Leu Lys Glu Pro Leu Thr He Gin Val Leu Met Val Gly His Ala 
370 375 380 

etc cga ccc aaa att aaa ttc acc tac ttt atg aag aag aag aca gag 12 02 
Leu Arg Pro Lys He Lys Phe Thr Tyr Phe Met Lys Lys Lys Thr Glu 
385 390 395 

tea ttc aac gec att ccc aca ttt tct gag tgg gtg att gaa gag tgg 1250 
Ser Phe Asn Ala He Pro Thr Phe Ser Glu Trp Val He Glu Glu Trp 
400 405 410 
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ggg r ga g tgc tec aag aca tgc ggc tea ggt tgg cag aga aga gta gtg 1298 
Gly Glu Cys Ser Lys Thr Cys Gly Ser Gly Trp Gin Arg Arg Val Val 



415 



420 425 430 



cag tgc aga gac att aac gga cac cct get tec gaa tgt gca aag gaa 1346 
Gin Cys Arg Asp lie Asn Gly His Pro Ala Ser Glu Cys Ala Lys Glu 
435 440 445 



gtg aag cca gee agt ace aga cct tgt gca gac ctt cct tgc cca cac 
Val Lys Pro Ala Ser Thr Arg Pro Cys Ala Asp Leu Pro Cys Pro His 
450 455 460 



1394 



tgg cag gtg ggg gat tgg tea cca tgt tec aaa act tgc ggg aag ggt 1442 
Trp Gin Val Gly Asp Trp Ser Pro Cys Ser Lys Thr Cys Gly Lys Gly 
465 470 475 

tac aag aag aga acc ttg aaa tgt gtg tec cac gat ggg ggc gtg tta 1490 
Tyr Lys Lys Arg Thr Leu Lys Cys Val Ser His Asp Gly Gly Val Leu 
480 485 490 

tea aat gag age tgt gat cct ttg aag aag cca aag cat tac att gac 153 8 
SeB Asn Glu Ser Cys Asp Pro Leu Lys Lys Pro Lys His Tyr He Asp 
49IJ 500 505 510 

ttffl tgc aca ctg aca cag tgc agt taagaggcgt tagaggacaa ggtagcgtgg 15 92 
PtieJ Cys Thr Leu Thr Gin Cys Ser 

If! 515 

ggaiggggctg atacactgag tgcaagagta ctggagggat ccagtgagtc aaaccagtaa 1652 
gcagtgaggt gtggcaagga ggtgtgtgta ggggatacat agcaaaggag gtagatcagg 1712 
agactaccct gecagttaca ttctgataag gtagttaatg aggcacagta gcatctgaaa 1772 
gcKcatacag agcactaagg agccccaaag cactattagt atctcttttc ttatatctat 1832 
c|<Iccaaata attttcagag tctggcagaa gccctgttgc actgtactaa ctagatactt 1892 
cMatcacaa agattgggaa aggcaaagca gaaagatggt aagactgggt ttcaaacaag 1952 
gdjgtggtttc aatcactgga ggcaaggagg aggggacaaa caagatcatt attcgaagtc 2012 
gSggttgct gtggttttac ggaaggttga tgeatcatte ctatcaacag tgaaaagttc 2 072 
a|c : ttgttca aegtgacaga aaggctcatc tccgtgaaag agctcctgat ttcttcttac 2132 
accatctcag ttcttaacta tagttcatgt tgaggtagaa acaattcatc tatttataaa 2192 
atgtacattg gaaaaaaaaa gtgaagttta tgaggtacac ataaaaactg aaggaaacaa 2252 
tgagcaacat gcctcctgct ttgcttcctc ctgaggtaaa cctgcctggg gattgaggtt 2312 
gtttaagatt atccatggct cacaagaggc agtaaaataa tacatgttgt gecagagtta 2372 
gaatggggta tagagatcag ggtcccatga gatggggaac atggtgatca ctcatctcac 24 32 
atgggaggct getgeagggt agcaggtcca ctcctggcag ctggtccaac agtegtatec 2492 
tggtgaatgt ctgttcagct cttctactga gagagaatat gactgtttcc atatgtatat 2552 
gtatatagta aaatatgtta ctatgaattg catgtacttt ataagtattg gtgtgtctgt 2612 
tccttctaag aaggactata gtttataata aatgectata ataacatatt tatttttata 2672 
catttatttc taatgataaa acctttaagt tatatcgett ttgtaaaagt gcatataaaa 2732 
atagagtatt tatacaatat atgttaacta gaaataataa aagaacactt ttgaatgtgt 2792 
atgcctattt tctggagtgg gattaacttc tgggcaagaa atctgatgag acacaaacat 2852 
tggacttcaa gacagtttta aattttgggt aaatgaactg tatttcctgt ttatagacgt 2912 
actaataaaa aagaagttga tgatgtcttt agtggtaaga ttgttactaa tgtggttggc 2 972 
aaattgctgt aaagagccag atagtaagca tttatggcat tgtaggctat ctttcctgcc 3 032 
acaaccatgt gacagtgagt gctttgtagg actgagagca gecataaatg acatgtaaat 3 0 92 
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gataaactgt ggctgtgctt taataaaact ttatttacaa aaaaaaaaaa aaa 
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gcggccgctc ccggccggcc caagggacag 
cctgagagcc ccggctcctc agcccgctac 
ccgagctcct gccctagagt cgactgggct 
ccagccctgc gagggcgcgc ggaccgggcg 
ggctgggctg gggctggggc cgcgccggca 
gcggacggac agcgcgcccg ag atg cag 

Met Gin 
1 



agccaggctc cgggagcccg caacactcgt 60 
ggccagggcc tcggcctccg cccccgactc 120 
cccgcccgcg tgggacagac agacggacag 180 
gaggtgttgt aggaggagac cgaggagggg 24 0 
agagagacat gcgattggtg accaagccga 3 00 
gtg age gag agg atg ctg gca ggg 3 52 
Val Ser Glu Arg Met Leu Ala Gly 
5 10 



ggt atg aga age atg ccc age ccc etc ctg gec tgc tgg cag ccc ate 400 
Gly Met Arg Ser Met Pro Ser Pro Leu Leu Ala Cys Trp Gin Pro lie 
15 20 25 



etc ctg ctg gta ctg ggc tea gtg ctg tea ggc tct get aca ggc tgc 448 
Leu Leu Leu Val Leu Gly Ser Val Leu Ser Gly Ser Ala Thr Gly Cys 
30 35 40 

ccg ccc cgc tgc gag tgc tea gcg cag gac cga gee gtg etc tgc cac 
Pro Pro Arg Cys Glu Cys Ser Ala Gin Asp Arg Ala Val Leu Cys His 
45 50 55 

cgS aaa cgc ttt gtg gcg gtg ccc gag ggc ate ccc ace gag act cgc 
Ai§ Lys Arg Phe Val Ala Val Pro Glu Gly He Pro Thr Glu Thr Arg 
D 60 65 70 

c@ ctg gac ctg ggc aaa aac cgc ate aag aca etc aac cag gac gag 592 
L§§ Leu Asp Leu Gly Lys Asn Arg He Lys Thr Leu Asn Gin Asp Glu 
m 80 85 90 



tfcfe gec age ttc cca cac ctg gag gag eta gaa etc aat gaa aac ate 

PftS Ala Ser Phe Pro His Leu Glu Glu Leu Glu Leu Asn Glu Asn He 

Jif 95 100 105 

gfi§ &g c g cc gtg g a g cca 99 c 9 CC ttc aac aac etc ttc aac ctg agg 

vki Ser Ala Val Glu Pro Gly Ala Phe Asn Asn Leu Phe Asn Leu Arg 

H HO 115 120 
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act ctg ggg ctg cgc age aac cgc ctg aag ctt ate ccg ctg ggc gtc 736 
Thr Leu Gly Leu Arg Ser Asn Arg Leu Lys Leu He Pro Leu Gly Val 
125 130 135 



ttc ace ggc etc age aac ttg acc aag ctg gac ate agt gag aac aag 
Phe Thr Gly Leu Ser Asn Leu Thr Lys Leu Asp He Ser Glu Asn Lys 
140 145 150 



784 



ate gtc ate ctg eta gac tac atg ttc caa gac eta tac aac etc aag 
He Val He Leu Leu Asp Tyr Met Phe Gin Asp Leu Tyr Asn Leu Lys 
155 160 165 170 



teg ctg gag gtc ggc gac aac gac etc gtc tac ate tec cat cga gcc 
Ser Leu Glu Val Gly Asp Asn Asp Leu Val Tyr He Ser His Arg Ala 
175 180 185 
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T 

ttc age ggc etc aac age ctg gaa cag ctg acg ctg gag aaa tgc aat 

Phe Ser Gly Leu Asn Ser Leu Glu Gin Leu Thr Leu Glu Lys Cys Asn 

190 195 200 

ctg acc tec ate ccc acg gag gcg etc tec cac ctg cac ggc etc ate 
Leu Thr Ser He Pro Thr Glu Ala Leu Ser His Leu His Gly Leu He 
205 210 215 

gtc ctg egg eta cga cat etc aac ate aat gee ate agg gac tac tec 
Val Leu Arg Leu Arg His Leu Asn He Asn Ala He Arg Asp Tyr Ser 
220 225 230 

ttc aag agg ctg tac cga ctt aag gtc tta gag ate tec cac tgg ccc 
Phe Lys Arg Leu Tyr Arg Leu Lys Val Leu Glu He Ser His Trp Pro 
235 240 245 250 

tac ctg gac acc ata acc ccc egg acg cgt ggg teg ac 
Tyr Leu Asp Thr He Thr Pro Arg Thr Arg Gly Ser 
255 260 
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ctcctggatg tgcgcagccg cagagcgctg ctgctgtgcc taatacccat cgctgcgcac 60 
ttgacagcca gtccgcccgt ccggagcccg gctcgttggg gcagc atg gcg ggg teg 117 

Met Ala Gly Ser 
1 

ccg ctg etc tgc ggg ccg egg gec ggg ggc gtc ggc att ttg gtg ctg 165 
Pro Leu Leu Cys Gly Pro Arg Ala Gly Gly Val Gly He Leu Val Leu 
5 10 15 20 

ctg etc ttg ggc ctt ctg agg ctg ccc ccc acc ctg tea gcg agg ccc 213 
Leu Leu Leu Gly Leu Leu Arg Leu Pro Pro Thr Leu Ser Ala Arg Pro 
25 30 35 

gtg aag gag ccc cgc agt ctg age gca gca tec gcg ccc ttg gtt gag 2 61 
Val Lys Glu Pro Arg Ser Leu Ser Ala Ala Ser Ala Pro Leu Val Glu 
40 45 50 

acg age act ccc etc cgc ttg cgt egg gee gtg ccc cga gga gag gcg 309 
Thr Ser Thr Pro Leu Arg Leu Arg Arg Ala Val Pro Arg Gly Glu Ala 
55 60 65 

gef ggt gcg gtg cag gag ctg gcg egg gcg ctg gcg cac ctg ctg gag 3 57 
All Gly Ala Val Gin Glu Leu Ala Arg Ala Leu Ala His Leu Leu Glu 
Q 70 75 80 
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gm gag aga cag gaa cgc gcg cgt get gag gcg cag gag get gag gat 
Apt Glu Arg Gin Glu Arg Ala Arg Ala Glu Ala Gin Glu Ala Glu Asp 
S 90 95 100 

c Ef cag gcg cgt gtc ctg gcg Cag Ctg Ctg 090 gCC t9g 9gC tCt 
GLa Gin Ala Arg Val Leu Ala Gin Leu Leu Arg Ala Trp Gly Ser Pro 

los no us 

cgt gee teg gac ccg ccc ttg gee ccc gac gat gac ccg gac get cca 501 
Apr^ Ala Ser Asp Pro Pro Leu Ala Pro Asp Asp Asp Pro Asp Ala Pro 
H 120 125 130 

get gca cag etc gec cgt get ctg etc cga get cgc eta gac ccc ggc 549 
Ala Ala Gin Leu Ala Arg Ala Leu Leu Arg Ala Arg Leu Asp Pro Gly 
135 140 145 

ccc cag tgt atg atg atg gee cca ctg gec cag acg teg agg atg ccg 597 
Pro Gin Cys Met Met Met Ala Pro Leu Ala Gin Thr Ser Arg Met Pro 
150 155 160 

gcg acg aga etc ctg acg tgg acc ctg age tgc tgaggtactt getagggegg 65 0 
Ala Thr Arg Leu Leu Thr Trp Thr Leu Ser Cys 
165 170 175 

atcctcaccg gaagttcgga gecagagget gctcctgccc cgcgccgcct ccgccgatct 710 
gtggaccagg atttgggtcc cgaggtgccc cctgagaacg tactgggggc tctgctacgc 770 
gtcaaacgcc tggagaaccc ctcgccccag gcgccggcac gccgcctcct gcctccctga 830 
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gcgatgctgc atcctgcacg ccctggaacc 
ccagcacgtc caaggctgct taccccagca 
ccatctgtag caaaaaaaaa aaaaaaaaaa 
aaaaaaaaaa aaaaaaa 



caggagcgcc ccagcaaccc tgactccctg 8 90 
acctcccatc ccctgagccc tcaataaatg 950 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 1010 
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